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activity regulation
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Table S1. Strains, plasmids, and primers used in the study

Relevant genotype or sequence (5°-3”) Reference
P. aeruginosa strains
PAO1 Wide tvne
PA2771 mutant PAO1 APA2771 This studv
E. coli strains
DH5a Wide tvne
BL21(DE3) Wide tvpe
Plasmids
pEX18 Gm Suicide cloning vector. oriT+. sacB+. Gm® 26
pKO2771 PA2771 knockout construct in pEX18. Gm* This studv
pRK2013 Helper plasmids. ColEl. oriR. Tra. Mob. Km* 53
pUCPI18 E. coli-P. aeruginosa exoression vector. Ap'. Cb* 54
pGLO1 Expression vector. modified bv pET15b. Ap* This studv
pPA2771 PA42771 in pUCP18. Ap". Cb* This studv
pPA2771C PA277 I(residues 173-341) in pUCP18. Ap*. Cb* This studv
pPGLI PA2771 in pGLOI1. Ap* This studv
pPGLI73 PA2771(residues 173-341) in pGLO1. Ap* This study
Primers
KO2771UP5 CCGGAATTCGGGACTGTCGGCGAAT
KO2771UP3 GGGCTGGAGGACTAGCCCTGGGAGCTCACTG

GATCCTGATCACGGTGGAGA

KO2771DNS5 CCACCGTGATCAGGATCCAGTGAGCTCC

CAGGGCTAGTCCTCCAGCCCTGC
KO2771DN3 CCCAAGCTTCGATAGGCGGGCGCC
KO2771S5 CGCATTCACCCAGATTGA
K02771S3 CCGAACACGATCACCTGCTGGATAA
PA2771-BamHI- ATAGGATCCATGCTCGCCTGCCCCCTC
F
PA2771- ACGTCACTCGAGTCAGACGCTGACCACCCGG
Xhol-3T-R TT
PA2771-173 - ATA GGA TCC GAG ATC GAC CGG GAG
BamHI-F
PA2771-341- CCCAAGCTTTCAGACGCTGACCACCCGGTT
HindlIII-R

Gm’, gentamicin resistance; Tc', tetracycline resistance; Ap", ampicillin resistance; Cb*,
carbenicillin resistance; Km' , kanamycin resistance.
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Figure S1 Binding of cAMP, cGMP and c-di-GMP to Dcsbis analyzed by ITC.
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Figure S2 Multiple sequence alignment of the GAF domains from different proteins.
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Figure S3
Sequence alignment of the protecting loop region through different Pseudomonas species

protecting loop

Pseudomonas_aeruginosa/1-341 119 HAS NG QA |
Pseudomonas_putida_HB3267/1-345 119 RAGNEGKA |
Pseudomonas_nitroreducens/1-347 119 RAGNEGQA |
Pseudomonas_mosselii_SJ10/1-345 119 RAGNGKA |
Pseudomonas_thermotolerans/1-342 119 RDASIEGM | L
Pseudomonas_mendocina_S$5.2/1-345 119 RDVNlGMP L
Pseudomonas_pseudoalcaligenes_AD6/1-345 119 HDAEGVP L
Pseudomonas_sp._H1h]/1-321 119 QVSDIESK L
Pseudomonas_fluorescens_F113/1-324 119 GILEDEGSK L

Alignment of the protecting loop through different Pseudomonas species

color code:

green: >40% conservation
yellow: >50% conservation
orange: >70% conservation
red: identical
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